Figure S3: Establishing the Silencing Efficiencies of Condensin Gene Silencing in HCT116 Cells.
Western blots presenting the residual condensin protein levels (indicated) following silencing with either individual (siGene-1, -2, -3 or -4) or pooled (siGene-P) siRNA duplexes, with Cyclophilin B used as the loading control. Semi-quantitative image analyses were performed whereby residual protein levels were normalized to the respective loading control and are presented relative to the siControl for each gene (1.00). Western blots presenting the residual condensin protein levels (indicated) following silencing with the two most efficient individual (as determined in HCT116; see Supplementary Figure 1 ), or pooled (siGene-P) siRNA duplexes, with Cyclophilin B used as the loading control. Semiquantitative image analyses were performed whereby residual protein levels were normalized to the respective loading control and are presented relative to the siControl for each gene (1.00). Two sample KS tests assessing differences in the cumulative distribution frequencies of chromosome numbers relative to siControl (N/A, not applicable); p = <0.01 is considered statistically significant. Two sample KS tests assessing differences in the cumulative distribution frequencies of chromosome numbers relative to siControl (N/A, not applicable); p = <0.01 is considered statistically significant.
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